. Characterization of the il7 locus (ENSEMBL ID: ENSDARG00000092045). (A) Schematic of the region on chromosome 24 (GRCZ11) containing the il7 gene (si:dkey-225k4.1) relative to the flanking zc2hc1a gene. (B) Structure of four transcript isoforms arising from the il7 locus as determined by cDNA cloning; for comparison, the structure of the transcript emanating from the mutant il7#17A allele is also indicated. In wild-type fish, isoform 1 represents the most prevalent transcript species. (C) Conceptual translation of the transcripts shown in (B). (D) Sequence comparison of the conceptually translated proteins for zebrafish and fugu (Genbank accession number NP_001129620.1) (1) il7 proteins. (E) Sequence comparisons of the conceptually translated proteins for zebrafish and mouse (Genbank accession number NP_032397.1) il7 proteins. For (D) and (E), identical amino acid residues are in bold face capital letters.
Although only few changes are observed, they are highly reproducible across genotypes. When differential gene expression analysis was conducted using RNA from whole embryos at 5 dpf, no significantly expressed genes were found between wild-type and il7-deficient embryos, attesting to the negligible effects of the mutation in the context of the entire organism.
Fig. S3
. Characterization of il15l, il21, and il15r morphants. (A) Unaffected thymopoietic activity in il15l morphants as determined by the thymopoietic index (left panel); each data point represents one fish; mean±SEM. RT-PCR analysis of il15l cDNA structures resulting from interference with splicing of the pre-mRNA transcripts by an anti-sense oligonucleotide targeting the splice donor site of exon 2 (SD2) (right panel). (B) Minor impairment of thymopoietic activity in il21 morphants as determined by the thymopoietic index (left panel); each data point represents one fish; mean±SEM. RT-PCR analysis of il21 cDNA structures resulting from interference with splicing of the pre-mRNA transcripts by an anti-sense oligonucleotide targeting the splice donor site of exon 3 (SD3). Note that the apparent reduction of the rag1/gh ratio in SD3 morphants is the result of slightly higher numbers of gh-expressing cells. The anti-sense oligonucleotides were also injected at higher concentrations than usual (0.2mM), as indicated. (C) Reduced thymopoietic activity in il15r morphants as determined by the thymopoietic index (left panel) derived from quantitative analysis of whole mount RNA in situ hybridization experiments (middle panel); each data point represents one fish; mean±SEM. RT-PCR analysis of il15r cDNA structures resulting from interference with splicing of the pre-mRNA transcripts by an anti-sense oligonucleotide targeting the splice donor site of exon 7 (SD7) (right panel). Table S1 . Differentially expressed genes in kidney marrow of wild-type and il7deficient animals at 3 months of age. Gene ontology analysis indicates that no specific pathway is enriched among the differentially expressed genes. The results for il7 (si: dkey-225k4.1) are highlighted in red font. Column headers (40) are as follows: ( 
